We evaluated the medical records of 15 patients who were found to be infected with P. aeruginosa, serotype E. P. aeruginosa strains were related to the patient's age, duration of hospitalization (days), underlying disorders, antibiotic susceptibility, and antibiotic efficacy. The effects of antibiotic treatment were rated as "good" when the following requirements were met within two weeks: (1) normalization of the white blood cell (WBC) count, (2) change to a negative reaction on the C-reactive protein (CRP) test, and (3) normalization of body temperature. Patients who did not meet one or more of these three requirements were reported as having a poor response. PFGE PFGE was performed using a strain typing system, Genepath kit, developed for this purpose (Bio-Rad, California, USA). Following culture, the bacterial cell walls were lysed with lysozyme. The cells were then embedded in agarose, and proteins other than DNA were digested by adding proteinase K. Proteinase K digestion was stopped by the addition of phenylmethylsulfonyl fluoride. DNA was cut with restriction endonuclease Spe I, and subjected to electrophoresis. The gels were stained with ethidium bromide and photographed.
Results

Serotypes of P. aeruginosa
The changes in serotypes of P. aeruginosa observed between 1992 and 1994 are illustrated in Fig .  1 . Serotypes E and G predominated, followed in order by A, I, B, M, F and D. Serotype E showed a high annual incidence ranging from 19.5 to 34.1% in the three years studied. Clinical findings in patients with serotype E The clinical backgrounds of 15 patients infected with P. aeruginosa of serotype E are shown in Table 1 . Multi-drug resistant strains were isolated in cases 1-8, and he efficacy of the antibiotics was rated as poor. The age of the patients ranged from 41 to 87 years (average 65 years) . The duration of hospitalization was long (range: 101-306 days, average 199 days). Twelve of the 15 patients had malignant disease, and six died. Genome analysis by PFGE Genome patterns of serotypes A, B, C, D, E, F and I are shown in Fig. 2 . The genome patterns of each serotype showed distinct differences. Some strains with the same serotype, such as those of lanes 6 and 7, exhibited the same genome patterns. Fig. 3 illustrates the genome pattern of serotype 
